-1- 

SEQUENCE lil STING 

<110> MGckel, Bettina ' 
Pfeff erle, Walter 
Hermann, Thomas 
Puhler, Alfred 
Kalinowski, J5rn 
Bathe, Brigitte 

<120> New Nucleotide Sequences that Code for the Eno Gene 

<130> 21123/278404 
<160> 6 

<170> Patentin version 3.0 
<210> 1 
<211> 1578 
<212> DNA 

<213> Corynebacteriura glutamicum 
<400> 1 

ggctggggat atgggtagtt ttcgccacta atttcaactg attgcctcat cgaaacaaga 60 
ttcgtgcaac aattgggtgt agacgtgatt gaagacattt gatcacgtga ataattctag 120 
ttagctccca agttggcata ggaggccaca gtggctgaaa tcatgcacgt attcgctcgc 180 
gaaattctcg actcccgcgg taacccaacc gtcgaggcag aggttttcct ggatgacggt 240 
tcccacggtg tcgcaggtgt tccatccggc gcatccaccg gcgtccacga ggctcatgag 300 
ctgcgtgacg gtggcgatcg ctacctgggc aagggcgttt tgaaggcagt tgaaaacgtc 360 
aacgaagaaa tcggcgacga gctcgctggc ctagaggctg acgatcagcg cctcatcgac 420 
gaagcaatga tcaagcttga tggcaccgcc aacaagtccc gcctgggtgc aaacgcaatc 480 
cttggtgttt ccatggctgt tgcaaaggct gctgctgatt ccgcaggcct cccactgttc 540 
cgctacatcg gtggaccaaa cgcacacgtt cttccagttc caatgatgaa catcatcaac 600 
ggtggcgctc acgctgactc cggtgttgac gttcaggaat tcatgatcgc tccaatcggt 660 
gcagagacct tctctgaggc tctccgcaac ggcgcggagg tctaccacgc actgaagtcc 720 
gtcatcaagg aaaagggcct gtccaccgga cttggcgatg agggcggctt cgctccttcc 780 
gtcggctcca cccgtgaggc tcttgacctt atcgttgagg caatcgagaa ggctggcttc 840 



* -2- 



accccaggca 


aggacatcgc 


tcttgctctg 


gacgttgctt 


cctctgagtt 


cttcaaggac 


900 


ggcacctacc 


acttcgaagg 


tggccagcac 


tccgcagctg 


agatggcaaa 


cgtttacgct 


960 


gagctcgttg 


acgcgtaccc 


aatcgtctcc 


atcgaggacc 


cactgcagga 


agatgactgg 


1020 


gagggttaca 


ccaacctcac 


cgcaaccatc 


ggcgacaagg 


ttcagatcgt 


tggcgacgac 


1080 


ttcttcgtca 


ccaaccctga 


gcgcctgaag 


gagggcatcg 


ctaagaaggc 


tgccaactcc 


1140 


atcctggtta 


aggtgaacca 


gatcggtacc 


ctcaccgaga 


ccttcgacgc 


tgtcgacatg 


1200 


gctcaccgcg 


caggctacac 


ctccatgatg 


tcccaccgtt 


ccggtgagac 


cgaggacacc 


1260 


accattgctg 


acctcgcagt 


tgcactcaac 


tgtggccaga 


tcaagactgg 


tgctccagca 


1320 


cgttccgacc 


gtgtcgcaaa 


gtacaaccag 


cttctccgca 


tcgagcagct 


gcttggcgac 


1380 


gccggcgtct 


acgcaggtcg 


cagcgcattc 


ccacgctttc 


agggctaaat 


aaaagcgctt 


1440 


ttcgacgccc 


ggtaacctca 


aggttgccgg 


gcgtcgttgc 


cttactactg 


ttactggtgt 


1500 


gactatgatc 


gaggattatg 


gcaaagcaga 


agaaaactca 


taaaggcctt 


gttcctgtct 


1560 


caagcaggga 


acgtgctt 










1578 



<210> 2 
<211> 425 
<212> PRT 

<213> Corynebacterium glut ami cum 
<400> 2 

Val Ala Glu lie Met His Val Phe Ala Arg Glu lie Leu Asp Ser Arg 
15 10 15 

Gly Asn Pro Thr Val Glu Ala Glu Val Phe Leu Asp Asp Gly Ser His 
20 25 30 

Gly Val Ala Gly Val Pro Ser Gly Ala Ser Thr Gly Val His Glu Ala 
35 40 45 

His Glu Leu Arg Asp Gly Gly Asp Arg Tyr Leu Gly Lys Gly Val Leu 
50 55 60 

Lys Ala Val Glu Asn Val Asn Glu Glu lie Gly Asp Glu Leu Ala Gly 
65 70 75 80 

Leu Glu Ala Asp Asp Gin Arg Leu lie Asp Glu Ala Met lie Lys Leu 
85 90 95 

Asp Gly Thr Ala Asn Lys Ser Arg Leu Gly Ala Asn Ala lie Leu Gly 
100 105 110 

Val Ser Met Ala Val Ala Lys Ala Ala Ala Asp Ser Ala Gly Leu Pro 
115 120 125 
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Leu Phe Arg Tyr lie 
130 

Met Met Asn lie lie 
145 

Val Gin Glu Phe Met 

165 

Ala Leu Arg Asn Gly 
180 

Lys Glu Lys Gly Leu 
195 

Pro Ser Val Gly Ser 

210 

lie Glu Lys Ala Gly 
225 

Asp Val Ala Ser Ser 
245 

Gly Gly Gin His Ser 

260 

Val Asp Ala Tyr Pro 
275 

Asp Trp Glu Gly Tyr 
290 

Gin lie Val Gly Asp 

305 

Glu Gly lie Ala Lys 
325 

Gin lie Gly Thr Leu 
340 

Arg Ala Gly Tyr Thr 

355 



Asp Thr Thr lie Ala 
370 



Gly Gly Pro Asn Ala His 
135 

As-n Gly 'Gly Ala His Ala 

150 155 

lie Ala Pro He Gly Ala 

170 

Ala Glu Val Tyr His Ala 
185 

Ser Thr Gly Leu Gly Asp 
200 

Thr Arg Glu Ala Leu Asp 

215 

Phe Thr Pro Gly Lys Asp 
230 235 

Glu Phe Phe Lys Asp Gly 
250 

Ala Ala Glu Met Ala Asn 

265 

He Val Ser He Glu Asp 
280 

Thr Asn Leu Thr Ala Thr 
295 

Asp Phe Phe Val Thr Asn 

310 315 

Lys Ala Ala Asn Ser He 
330 

Thr Glu Thr Phe Asp Ala 
345 

Ser Met Met Ser His Arg 

360 

Asp Leu Ala Val Ala Leu 
375 



Val Leu Pro Val Pro 
140 

Asp Ser Gly Val Asp 
160 

Glu Thr Phe Ser Glu 

175 



Leu Lys Ser Val He 
190 



Glu Gly Gly Phe Ala 
205 

Leu He Val Glu Ala 

220 

He Ala Leu Ala Leu 
240 

Thr Tyr His Phe Glu 
255 

Val Tyr Ala Glu Leu 
270 

Pro Leu Gin Glu Asp 
285 

He Gly Asp Lys Val 
300 

Pro Glu Arg Leu Lys 

320 

Leu Val Lys Val Asn 
335 

Val Asp Met Ala His 
350 

Ser Gly Glu Thr Glu 

365 

Asn Cys Gly Gin He 
380 



Lys Thr Gly Ala Pro Ala Arg Ser Asp Arg Val Ala Lys Tyr Asn Gin 
385 390 395 400 

Leu Leu Arg He Glu Gin Leu Leu Gly Asp Ala Gly Val Tyr Ala Gly 
405 410 415 

Arg Ser Ala Phe Pro Arg Phe Gin Gly 
420 425 



<210> 3 
<211> 1578 



I 



1 
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<212> DNA 

<213> Corynebacterium glutamicum 
<400> 3 



ggctggggat 


atgggtagtt 


ttcgccacta 


atttcaactg 


attgcctcat 


cgaaacaaga 


60 


ttcgtgcaac 


aattgggtgt 


agacgtgatt 


gaagacattt 


gatcacgtga 


ataattctag 


120 


ttagctccca 


agttggcata 


ggaggccaca 


gtggctgaaa 


tcatgcacgt 


attcgctcgc 


180 


gaaattctcg 


actcccgcgg 


taacccaacc 


gtcgaggcag 


aggttttcct 


ggatgacggt 


240 


tcccacggtg 


tcgcaggtgt 


tccatccggc 


gcatccaccg 


gcgtccacga 


ggctcatgag 


300 


ctgcgtgacg 


gtggcgatcg 


ctacctgggc 


aagggcgttt 


tgaaggcagt 


tgaaaacgtc 


360 


aacgaagaaa 


tcggcgacga 


gctcgctggc 


ctagaggctg 


acgatcagcg 


cctcatcgac 


420 


gaagcaatga 


tcaagcttga 


tggcaccgcc 


aacaagtccc 


gcctgggtgc 


aaacgcaatc 


480 


cttggtgttt 


ccatggctgt 


tgcaaaggct 


gctgctgatt 


ccgcaggcct 


cccactgttc 


540 


cgctacatcg 


gtggaccaaa 


cgcacacgtt 


cttccagttc 


caatgatgaa 


catcatcaac 


600 


ggtggcgctc acgctgactc cggtgttgac gttcaggaat 


tcatgatcgc 


tccaatcggt 


660 


gcagagacct 


tctctgaggc 


tctccgcaac 


ggcgcggagg 


tctaccacgc 


actgaagtcc 


720 


gtcatcaagg 


aaaagggcct 


gtccaccgga 


cttggcgatg 


agggcggctt 


cgctccttcc 


780 


gtcggctcca 


cccgtgaggc 


tcttgacctt 


atcgttaagg 


caatcgagaa 


ggctggcttc 


840 


accccaggca 


aggacatcgc 


tcttgctctg 


gacgttgctt 


cctctgagtt 


cttcaaggac 


900 


ggcacctacc 


acttcgaagg 


tggccagcac 


tccgcagctg 


agatggcaaa 


cgtttacgct 


960 


gagctcgttg 


acgcgtaccc 


aatcgtctcc 


atcgaggacc 


cactgcagga 


agatgactgg 


1020 


gagggttaca 


ccaacctcac 


cgcaaccatc 


ggcgacaagg 


ttcagatcgt 


tggcgacgac 


1080 


ttcttcgtca 


ccaaccctga 


gcgcctgaag 


gagggcatcg 


ctaagaaggc 


tgccaactcc 


1140 


atcctggtta 


aggtgaacca 


gatcggtacc 


ctcaccgaga 


ccttcgacgc 


tcrt ccrac;at"CT 


1200 


gctcaccgcg 


caggctacac 


ctccatgatg 


tcccaccgtt 


ccggtgagac 


cgaggacacc 


1260 


accattgctg 


acctcgcagt 


tgcactcaac 


tgtggccaga 


tcaagactgg 


tgctccagca 


1320 


cgttccgacc 


gtgtcgcaaa 


gtacaaccag 


cttctccgca 


tcgagcagct 


gcttggcgac 


1380 


gccggcgtct 


acgcaggtcg 


cagcgcattc 


ccacgctttc 


agggctaaat 


aaaagcgctt 


1440 


ttcgacgccc 


ggtaacctca 


aggttgccgg 


gcgtcgttgc 


cttactactg 


ttactggtgt 


1500 


gactatgatc 


gaggattatg 


gcaaagcaga 


agaaaactca 


taaaggcctt 


gttcctgtct 


1560 


caagcaggga 


acgtgctt 










1578 



{ 
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<210> 4 
<211> 425 
<212> PRT 

<213> Corynebacteriiam glutamicum 
<400> 4 

Val Ala Glu lie Met His Val Phe Ala Arg Glu lie Leu Asp Ser Arg 
15 10 15 

Gly Asn Pro Thr Val Glu Ala Glu Val Phe Leu Asp Asp Gly Ser His 
20 25 30 

Gly Val Ala Gly Val Pro Ser Gly Ala Ser Thr Gly Val His Glu Ala 
35 40 45 

His Glu Leu Arg Asp Gly Gly Asp Arg Tyr Leu Gly Lys Gly Val Leu 
50 55 60 

Lys Ala Val Glu Asn Val Asn Glu Glu lie Gly Asp Glu Leu Ala Gly 
65 70 75 80 

Leu Glu Ala Asp Asp Gin Arg Leu lie Asp Glu Ala Met lie Lys Leu 
85 90 95 

Asp Gly Thr Ala Asn Lys Ser Arg Leu Gly Ala Asn Ala lie Leu Gly 
100 105 110 

Val Ser Met Ala Val Ala Lys Ala Ala Ala Asp Ser Ala Gly Leu Pro 
115 120 125 

Leu Phe Arg Tyr lie Gly Gly Pro Asn Ala His Val Leu Pro Val Pro 
130 135 140 

Met Met Asn lie He Asn Gly Gly Ala His Ala Asp Ser Gly Val Asp 
145 150 155 160 

Val Gin Glu Phe Met He Ala Pro He Gly Ala Glu Thr Phe Ser Glu 
165 170 175 

Ala Leu Arg Asn Gly Ala Glu Val Tyr His Ala Leu Lys Ser Val lie 
180 185 190 

Lys Glu Lys Gly Leu Ser Thr Gly Leu Gly Asp Glu Gly Gly Phe Ala 
195 200 205 

Pro Ser Val Gly Ser Thr Arg Glu Ala Leu Asp Leu He Val Lys Ala 
210 215 220 

He Glu Lys Ala Gly Phe Thr Pro Gly Lys Asp He Ala Leu Ala Leu 
225 230 235 240 

Asp Val Ala Ser Ser Glu Phe Phe Lys Asp Gly Thr Tyr His Phe Glu 
245 250 255 

Gly Gly Gin His Ser Ala Ala Glu Met Ala Asn Val Tyr Ala Glu Leu 
260 265 270 



Val Asp Ala Tyr Pro lie Val Ser lie Glu Asp Pro Leu Gin Glu Asp 
275 280 285 

Asp Trp Glu Gly Tyr Thr Asn.Leu Thr Ala Thr lie Gly Asp Lys Val 
290 295 300 

Gin lie Val Gly Asp Asp Phe Phe Val Thr Asn Pro Glu Arg Leu Lys 
305 310 315 320 

Glu Gly lie Ala Lys Lys Ala Ala Asn Ser lie Leu Val Lys Val Asn 
325 330 335 

Gin lie Gly Thr Leu Thr Glu Thr Phe Asp Ala Val Asp Met Ala His 
340 345 350 

Arg Ala Gly Tyr Thr Ser Met Met Ser His Arg Ser Gly Glu Thr Glu 

355 360 365 

Asp Thr Thr lie Ala Asp Leu Ala Val Ala Leu Asn Cys Gly Gin lie 
370 375 380 

Lys Thr Gly Ala Pro Ala Arg Ser Asp Arg Val Ala Lys Tyr Asn Gin 
385 390 395 400 

Leu Leu Arg lie Glu Gin Leu Leu Gly Asp Ala Gly Val Tyr Ala Gly 
405 410 415 

Arg Ser Ala Phe Pro Arg Phe Gin Gly 
420 425 



<210> 


5 


<211> 


20 


<212> 


DNA 


<213> 


PGR primer 


<400> 


5 


ttggcatagg aggccacagt 


<210> 


6 


<211> 


20 


<212> 


DNA 



<213> PGR primer 



<400> 6 

atttagccct gaaagcgtgg 



